ABSTRACT Saccharomycopsis fodiens is an ascomycetous necrotrophic mycoparasite. Predator-prey interaction leads to killing of the host cell by a penetration peg and utilization of cell content by the predator. Here, we report the 14.9-Mb S. fodiens draft genome sequence assembled into 9 large scaffolds and 13 minor scaffolds (Ͻ20 kb).
contigs into 9 scaffolds (Ͼ20 kb) comprising 14,908,178 bp and an N 50 of 2,606,857 bp. The average GC content in these scaffolds is 51.5%, which is remarkably high compared with that of other ascomycetous yeasts. Additionally, 13 scaffolds with fewer than 12 kb were generated. The longest scaffold is 2,724,259 in size.
The large scaffolds were compared with those of the S. cerevisiae genome using BLASTX. This identified 4,725 hits (E value Ͻ 1e-10). BLASTX searches against the nonredundant database at NCBI (https://blast.ncbi.nlm.nih.gov/Blast.cgi) generated a further 373 hits. As was observed for S. fibuligera, also S. fodiens lacks genes required for sulfate uptake and assimilation (8) . Running tRNAscan on the scaffolds identified 162 tRNA genes (12) . Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. JNFV00000000. The version described in this paper is the first version, JNFV01000000.
